In the crystal of mTREX2-product complex, the input stem loop DNA was degraded into mononucleotide, deoxycytidine monophosphate. The purified mTREX2 was eluted at a volume corresponding to the apparent molecular weight of ~55 kDa, suggesting that mTREX2 (26.0 kDa) is a homodimer in solution in 150 mM NaCl and 50 mM Tris-HCl at pH 7.0. The indicated markers are conalbumin (75 kDa), and ovalbumin (43 kDa).
The purity of the recombinant mTREX2 is shown in SDS-PAGE. (B) Nuclease activities of Exo X and RNase T on digesting duplex DNA with 4-nt-long 3′-overhang. The structural restriction from a double-stranded structure at RNase T is stronger than that at Exo X. The nuclease activities of wild-type and mutated mTREX2 in digesting a PCR product (A linear 708 bp dsDNA). The amount of the PCR product was 300ng. The reaction products were then separated on agarose gels and stained with ethidium bromide. The PCR product is fully digested by wild-type mTREX2 at the enzyme concentration of 1.6 μM, but is not fully digested by H188A (active site mutant). Binding site mutants, R156A, R167A and R156A/R167A shown reduced activity on digesting dsDNA at the same enzyme concentration. 
